Salipiger nanhaiensis ZH114
The genus Thiobacimonas was proposed to describe a rodshaped bacteria, Gram-stain-negative, with no flagellum, motile by gliding, catalase-positive and phosphatasepositive, which did not produce PHA nor bacteriochlorophyll a [1] . The type species was Thiobacimonas profunda JLT2016 T , isolated from deep-sea water of at a depth of 2571 m in the south-eastern Pacific Ocean. Salipiger nanhaiensis ZH114 T , proposed by Dai et al., was also isolated from deep-sea water at a depth of 1683 m but in a different geographical location, the South China Sea [2] . Interestingly, ZH114
T displayed many characteristics as the genus Thiobacimonas as mentioned above, but differed from the remarkable properties of the genus Salipiger, like presence of PHA [3] . More intriguingly, the two strains shared a high 16S rRNA gene sequence similarity of 99.7 %, indicating that they represented a single species. Through the phenotypic and genotypic comparison of the two strains, we propose that Salipiger nanhaiensis is a later heterotypic synonym of Thiobacimonas profunda.
The 16S rRNA gene sequences of JLT2016 T (1385 bp, GenBank accession number JX397932) and ZH114 T (1385 bp, Joint Genome Institute accession number 1108046), and the closely related taxa in the family Rhodobacteraceae were retrieved from recently updated EzBioCloud Database [4] . The sequences were aligned using ClustalW implemented in MEGA 7.0 [5] . Two different phylogenetic algorithms were used to determine the phylogenetic relationship, neighbourjoining (NJ) and maximum-likelihood (ML). The node support of the tree topology was evaluated using bootstrapping estimation of 1000 replicates for the two methods. The best substitution model (T92+G+I) for the ML tree was determined under the lowest Bayesian information criterion (BIC) selection scores. The results of the 16S rRNA gene sequence comparison indicated that JLT2016 T shared 99.7 % similarity with ZH114
T . The results of phylogenetic analysis by NJ supported the hypothesis that the two strains were tightly grouped together, but distinctly separated from the type species Salipiger mucosus and other closely related species of the family Rhodobacteraceae (Fig. 1) . The ML phylogenetic analysis also yielded a similar result (data not shown).
DNA-DNA hybridization (DDH) and average nucleotide identity (ANI) are recognized as the gold standard for classifying bacterial species [6] . Therefore, digital DNA-DNA hybridization (dDDH) estimates between the two strains were calculated based on the whole-genome sequences using the Genome-to-Genome Distance Calculator (GGDC 2.1) online service (http://ggdc.dsmz.de/distcalc2.php) [7] , and the ANI value was calculated using ANI Calculator online service in the EzBioCloud database (www.ezbiocloud.net/ tools/ani). The genome sequences of the two strains were obtained from the Genome portal of JGI (http://genome.jgi.
doe.gov/), under the genome ID 2693429894 for S. nanhaiensis ZH114
T and genome ID 2630968259 for T. profunda JLT 2016
T . The computation results yielded a dDDH estimate (GLM-based) of 97.3 %, greater than the species threshold of 70 %, and an OrthoANIu value of 99.7 %, beyond the standard criteria of 95.0-96.0 % for delineation of bacterial species, strongly supporting the hypothesis that the two strains represented a single species [6] .
The DNA G+C content of JLT2016 T was 66.2 mol%, displaying no distinct difference with that of ZH114 T of 66.9 mol%.
The physiological and biochemical characteristics of JLT2016
T and ZH114 T were re-tested and compared using the API systems (bioM erieux) under identical conditions in this study. JLT2016 T and ZH114 T were cultured on MS medium plates [marine broth 2216 (BD) and agar (BD)] at 28 C for 24 h. The two strains demonstrated the same colony morphology. The bacterial cells were washed out using sterile seawater and inoculated into three kinds of API test strips, API ZYM, API 20E and API 20NE, according to the manufacturer's instructions. The results indicated that JLT2016 T and ZH114 T had the completely identical physiological and biochemical characteristics as follows: both positive for alkaline phosphatase and a-glucosidase; both weakly positive for esterase (C4), esterase lipase (C8), leucine arylamidase and acid phosphatase; both positive for utilization of citrate, acid production from glucose,
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Celeribacter persicus SBU1 T (KR349442) melibiose, amygdalin, rhamnose and arabinose, and hydrolysis of aesculin; the following substrates could be utilized as sole carbon sources: D-glucose, D-mannitol, maltose, potassium gluconate, malic acid and trisodium citrate.
Rhodovulum adriaticum DSM 2781 T (D16418)
The fatty acid analysis of JLT2016 T and ZH114 T were redetermined in this study. They were cultured on MS medium plates at 28 C for 48 h. The fatty acids were extracted from the cells and identified following the protocol of the standard MIDI (Sherlock Microbial Identification System, version 6B). The results indicated that the two strains displayed a similar fatty acid profile, consisting of summed feature 8 (C 18 : 1 !7c and/or C 18 : 1 !6c), 11-Methyl C 18 : 1 !7c, and C 16 : 0 (Table 1) . What is more, the two strains had identical polar lipids compositions, both of which consisted of diphosphatidylglycerol (DPG), phosphatidylethanolamine (PE) and phosphatidylglycerol (PG) [1, 2] . 
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